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Figure 1 



A. Nucl eic acid encoding human Cloaked-2 polyp eptide with 
signal peptide (SEQ ID NO:l) 



1 TACTGGAAGGTGGCGTGCCCTCCTCTGGCTGGTAC CATGCAGCTCCCACT 
51 GGCCCTGTGTCTCGTCTGCCTGCTGGTACACACAGCCTTCCGTGTAGTGG 
101 AGGGCCAGGGGTGGCAGGCGTTCAAGAATGATGCCACGGAAATCATCCCC 
151 GAGCTCGGAGAGTACCCCGAGCCTCCACCGGAGCTGGAGAACAACAAGAC 
201 CATGAACCGGGCGGAGAACGGAGGGCGGCCTCCCCACCACCCCTTTGAGA 
251 CCAAAGACGTGTCCGAGTACAGCTGCCGCGAGCTGCACTTCACCCGCTAC 

3 01 GTGACCGATGGGCCGTGCCGCAGCGCCAAGCCGGTCACCGAGCTGGTGTG 
351 CTCCGGCCAGTGCGGCCCGGCGCGCCTGCTGCCCAACGCCATCGGCCGCG 

4 01 GCAAGTGGTGGCGACCTAGTGGGCCCGACTTCCGCTGCATCCCCGACCGC 

4 51 TACCGCGCGCAGCGCGTGCAGCTGCTGTGTCCCGGTGGTGAGGCGCCGCG 

501 CGCGCGCAAGGTGCGCCTGGTGGCCTCGTGCAAGTGCAAGCGCCTCACCC 
55 1 fJPTTPr'apaBrraritrr^Aoorr'Gftir'r'^^fnmoriooi.o^r.,. 

— „ w ^ j. v-nnuunv, x X ^OOOrt\_V_^A<jUU*-\3C'Tt-'<jU 

601 CCGCAGAAGGGCCGGAAGCCGCGGCCCCGCGCCCGGAGCGCCAAAGCCAA 
651 CCAGGCCGAGCTGGAGAACGCCTACTAGAGCCCGCCCGCGCCCCTCCCCA 

701 CCGGCGGGCGCCCCGGCCCTGAACCCGCGCCCCACATTTCTGTCCTCTGC 
751 GCGTGGTTT 



B. Human Cloaked-2 polypeptide most likely mature form (SEQ 



1 QGWQAFKNDATEI I PELGEYPEPPPELENNKTMNRAENGGRPPHHPFETK 
51 DVSEYSCRELHFTRYVTDGPCRSAKPVTEL VCSGQC GPARLLPNAIGRGK 
101 WWRPSGPDFRCI PDRYRAQRVQLLCPGGEAPRARKVRLVASCKCKRLTRF 
151 HNQSELKDFGTEAARPQKGRKPRPRARSAKANQAELENAY 



C. Human Cloake d-2 polypeptide with signal peptide (SEP ID 
NO : 5 ) ~ 

1 MQLPIALCLVCLLVHTAFR^ 

5 1 ENNKTMNRAENGGRPPHHPFETKDVSEYSCRELHFTRYVTDGPCRSAKPV 

101 TELVCSGQCGPARLLPNAIGRGKWWRPSGPDFRCIPDRYRAQRVQLLCPG 

151 GEAPRARKVRLVASCKCKRLTRFHNQSELKDFGTEAARPQKGRKPRPRAR 

2 01 SAKANQAELENAY 
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Figure 2 



A. Nucleic acid encoding mouse Cloaked-2' polypeptide with 
signal peptide (SEQ ID NO: 3) 



1 ATGCAGCCCTCACTAGCCCCGTGCCTCATCTGCCTACTTGTGCACGCTGC 
51 CTTCTGTGCTGTGGAGGGC CAGGGGTGGCAAGCCTTCAGGAATGATOrCA 
101 CAGAGGTCATCCCAGGGCTTGGAGAGTACCCCGAGCCTCCTCCTGAGAAC 
151 AACCAGACCATGAACCGGGCGGAGAATGGAGGCAGACCTCCCCACCATCC 
201 CTATGACGCCAAAGATGTGTCCGAGTACAGCTGCCGCGAGCTGCACTACA 
251 CCCGCTTCCTGACAGACGGCCCATGCCGCAGCGCCAAGCCGGTCACCGAG 
301 TTGGTGTGCTCCGGCCAGTGCGGCCCCGCGCGGCTGCTGCCCAACGCCAT 

3 51 CGGGCGCGTGAAGTGGTGGCGCCCGAACGGACCGGATTTCCGCTGCATCC 

4 01 CGGATCGCTACCGCGCGCAGCGGGTGCAGCTGCTGTGCCCCGGGGGCGCG 
4 51 GCGCCGCGCTCGCGCAAGGTGCGTCTGGTGGCCTCGTGCAAGTGCAAGCG 
501 CCTCACCCGCTTCCACAACCAGTCGGAGCTCAAGGACTTCGGGCCGGAGA 

— W W W W *W* — *WWw V- W wO" wVJVJw w \.\JU^U^\. LUUUUftVjL w 

601 AAAGCCAACCAGGCGGAGCTGGAGAACGCCTACTAG 



B. Mouse Cloaked-2 polypeptide most likely ma ture form (SEQ 
ID NO: 4)" 

1 QGWQAFRNDATEV I PGLGEYPEPPPENNQTMNRAENGGRPPHHPYDAKDV 
5 1 SEYSCRELHYTRFLTDGPCRSAKPVTEL VCSGQC GPARLLPNAIGRVKWW 
101 RPNGPDFRCI PDRYRAQRVQLLCPGGAAPRSRKVRLVASCKCKRLTRFHN 
151 QSELKDFGPETARPQKGRKPRPGARGAKANQAELENAY 



C. Mouse Cloaked-2 polypeptide with signal peptide (SEQ ID 
NO: 6) — 



1 MQPSLAPCLICLLVHAAFCAVEG QGWQAFRNDATEVIPGLGEYPEPPPEN 
5 1 NQTMNRAENGGRPPHHPYDAKDVSEYSCRELHYTRFLTDGPCRSAKPVTE 
101 LVCSGQCGPARLLPNAIGRVKWWRPNGPDFRCIPDRYRAQRVQLLCPGGA 
151 APRSRKVRLVASCKCKRLTRFHNQSELKDFGPETARPQKGRKPRPGARGA 
201 KANQAELENAY 



Figure 3 

gap of: Human Cloaked- 2 check: 5775 from: l to: 213 
to: Mouse Cloaked-2 check: 9489 from: 1 to: 211 

Symbol comparison table: 
/GCGDISK/gcglO/gcgcore/data/rundata/blosum62 . cmp 
CompCheck: 64 30 

Gap Weight: 8 Average Match: 2.912 

Length Weight: 2 Average Mismatch: -2.003 

Quality: 1028 Length: 213 

Ratio: 4.872 Gaps: 1 

Percent Similarity: 91.469 Percent Identity: 88.152 

Match display thresholds for the alignment (s) : 
| = IDENTITY 
: = 2 
. = 1 



Human Cloaked-2 (SEQ ID NO: 5) x 
Mouse Cloaked-2 (SEQ ID NO: 6) 

1 MQLPLALCLVCLLVHTAFRWEGQGWQAFKNDATE 1 1 PELGE YPEPPPEL 50 

II II Ihlllll II II llllllhllll hll MINIMI 

1 MQPSLAPCLICLLVHAAFCAVEGQGWQAFRNDATEVI PGLGEYPEPPP . . 4 8 
51 ENNKTMNRAENGGRPPHHPFETKDVSEYSCRELHFTRYVTDGPCRSAKPV 100 

IIMIIIIIIIIIIIIIh: MIIIIIIMIhlh-lllllllllll 

4 9 ENNQTMNRAENGGRPPHHPYDAKDVSEYSCRELHYTRFLTDGPCRSAKPV 98 
101 TELVCSGQCGPARLLPNAIGRGKWWRPSGPDFRCIPDRYRAQRVQLLCPG 150 

i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 II I I II IM 1 1 1 1 1 I II II I 1 1 II I M III 

99 TELVCSGQCGPARLLPNAIGRVKWWRPNGPDFRCIPDRYRAQRVQLLCPG 14 8 
151 GEAPRARKVRLVASCKCKRLTRFHNQSELKDFGTEAARPQKGRKPRPRAR 2 00 

I I I U II II M II I II I I III I MM II I II I I MM 1 1 

14 9 GAAPRSRKVRLVASCKCKRLTRFHNQSELKDFGPETARPQKGRKPRPGAR 198 

2 01 SAKANQAELENAY 213 

I I I i I I I I I 1 I I 
199 GAKANQAELENAY 211 
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Figure 4 

GAP of: Human Cloaked- 1 check: 1888 from: 1 to: 183 
to: Human Cloaked- 2 check: 185 from: 1 to: 190 

Symbol comparison table: 
/GCGDISK/gcglO/gcgcore/data/rundata/blosum62 . cmp 
CompCheck: 643 0 

Gap Weight: 8 Average Match: 2.912 

Length Weight: 2 Average Mismatch: -2.003 

Quality: 335 Length: 196 

Ratio: 1.831 Gaps: 6 

j«3 Percent Similarity: 52.542 Percent Identity: 42.938 

'■^ Match display thresholds for the alignment (s) : 

19 | = IDENTITY 

£i . = 1 



Human Cloaked- 1 (SEQ ID NO: 25) x 
Human Cloaked- 2 (SEQ ID NO: 2) 



1 FKNDATEILYSHWKP . VPAHPSSNSTLNQARNGGRHFSNTGLDR 44 

lllllllh I I -I hl-l I I I I • : . 

1 QGWQAFKNDATEIIPELGEYPEPPPELENNKTMNRAENGGRP. PHHPFET 4 9 



M= 45 ntrvqvgCrelrstkyisdgqCtsisplkel vcagec lplpvlpnwiggg 94 

: 1 1 1 1 hh-ii i i i- inrmr i -111111 

50 kdvseysCrelhftryvtdgpCrsakpvtelvcsgqcgparllpnaigrg 99 
95 ygtkywsrrssqewrCvmdktrtqriqlqCqdg . STRTYKITWT ACKC K 143 

hi 1 1 =-ih h 1 1 hi 1 1 i . 1 h .1 .rm 

100 . . . kww . rpsgpdfrCipdryraqrvqllCpggeaprarkvrlvas ckc k 145 
144 rytrqhnesshnfesmspakpvqhhrerkrasksskhsms 183 

I II Ihl hi • : I II :|-| ■ • 

146 RLTRFHNQSELKDFGTEAARPQKGRKPRPRA . RSAKANQAELENAY 190 



